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AUgnment of HS047 With HLA/IL-12i3 Chains 
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PluHud Mflie: huH5p47/pUCl9 
PUsmid size: 3910 bp 
Coiurtnicted by: Etnwt-C. Hope 

ConstractiondaH: 1996 ^— — — 
Coflamenta/References: puc 19 ba«d hoHsp47 eene cassctie derived torn 2 partial 
clone5 in pCRlOOOpGEM via primers <A^'-ACOTriXX3ATCCAOOTOAA0A,3'K>T«rm5OCCAT 
BS' OCAATGOTOAAOOACCAGOCAGTCXJAO^'ATXrroAATn:?^ 



Protection From CIK Mediated Lysis Of EC After Incubation With 
Increasing Concentrations Of Externally Added rhuHsp47 : 



HUVEC Lysis By CIK After Pre-Treatment of 
HUVEC With Various Concentrations Of 
Purified, Recombinant Human Hsp47 




c 



2d o Si 

Q. ^ - I 




t/) 
I 

c 

8 



Treatment group 



■ HUVEC 0no DNA, 30:1 

a GSTprotein 0 1 0//M 

a 1 0 pM HSP47 

n 1 00 pM HSP47 

n 1 nM HSP47 

o 1 0 nM HSP47 

n 1 oo nM HSP 47 

n 1 /iM HSP47 

P 10//M HSP47 



CO 

I 



2 

O w) 
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HUVEC Lysis by CIK in 
presence of Hsp47/HLA-A2 
peptide 
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FIG. 14B 
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